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Abstract
T-complex testis expressed protein 1 domain containing 4 (TCTEX1D4) contains the canonical phosphoprotein
phosphatase 1 (PPP1) binding motif, composed by the amino acid sequence RVSF. We identified and validated the
binding of TCTEX1D4 to PPP1 and demonstrated that indeed this protein is a novel PPP1 interacting protein.
Analyses of twenty-one mammalian species available in public databases and seven Lagomorpha sequences
obtained in this work showed that the PPP1 binding motif 90RVSF93 is present in all of them and is flanked by a
palindromic sequence, PLGS, except in three species of pikas (Ochotona princeps, O. dauurica and O. pusilla).
Furthermore, for the Ochotona species an extra glycosylation site, motif 96NLS98, and the loss of the palindromic
sequence were observed. Comparison with other lagomorphs suggests that this event happened before the
Ochotona radiation. The dN/dS for the sequence region comprising the PPP1 binding motif and the flanking
palindrome highly supports the hypothesis that for Ochotona species this region has been evolving under positive
selection. In addition, mutational screening shows that the ability of pikas TCTEX1D4 to bind to PPP1 is maintained,
although the PPP1 binding motif is disrupted, and the N- and C-terminal surrounding residues are also abrogated.
These observations suggest pika as an ideal model to study novel PPP1 complexes regulatory mechanisms.
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Introduction
Phosphoprotein phosphatase 1 (PPP1), one of the major
eukaryotic serine/threonine protein phosphatases, has
exquisite specificities in vivo, both in terms of substrates and
cellular localization. Over the past two decades, it has become
apparent that PPP1 versatility is achieved by its ability to
interact with multiple targeting/regulatory subunits known as
PPP1 interacting proteins [1,2]. To date, more than 200
interacting proteins have been identified, most of them having
the consensus PPP1 binding motif (RVxF), that binds to the
catalytic subunit of PPP1 (PPP1C), determining its targeting
and thus specifying cellular location and ultimately function
[3,4]. The RVxF motif is present in about 70% of all PPP1
interacting proteins [3]. This motif is usually surrounded by
basic residues in the N-terminal and by acidic residues in the
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C-terminal. The binding of this motif to a hydrophobic groove in
PPP1C does not alter PPP1C conformation, but anchors the
interacting proteins to PPP1C [5-8]. Nevertheless, the initial
binding of this motif to PPP1C is essential to bring the PPP1
interacting proteins into its proximity, allowing for secondary
interactions that strength holoenzyme binding, determining
substrate specificity, enzyme activity and PPP1 isoform
selectivity [9]. Therefore, the key to characterize the diverse
roles of PPP1 is the identification of novel interacting proteins
and understand the PPP1 complexes specific functions. Thus,
several novel PPP1 interacting proteins have been identified,
through a yeast two-hybrid system, using PPP1 as bait [10-14].
A novel partner of PPP1 was identified recently and
described as a novel Tctex1 dynein light chain family member,
the t-complex testis expressed protein 1 domain containing 4,
TCTEX1D4 (Tctex2β) [14,15]. Cytoplasmic dyneins are protein
complexes responsible for the retrograde transport, minus-end
directed trafficking in the cytoskeletal microtubules [16]. More
specifically, the light chains can confer specificity to cargo
binding [17,18], regulate other molecules [19] or stabilize the
assembly of the motor dynein complex [20]. It was already
shown that TCTEX1D4 interacts with membrane receptors,
inhibiting TGFβ signaling [15] and suggesting its involvement in
brain response to peripheral inflammation [21]. Previous results
indicate that TCTEX1D4 is evolutionarily conserved among
mammals and ubiquitously expressed, particularly in ovary,
spleen, lung and placenta, where PPP1 is also present [22,23].
Moreover TCTEX1D4 interacts directly with PPP1C [22] and
possesses a canonical PPP1 binding motif [5,8,24,25]. We
have also demonstrated that TCTEX1D4 and PPP1C co-
localize in the microtubule organizing center and in
microtubules having a probable role in the cytoplasmic
transport of the cell [22].
The TCTEX1D4 PPP1 binding motif, 90RVSF93 (amino acid
90 to 93, according to Homo sapiens sequence), was shown to
be present in all mammals except in one lagomorpha species,
Ochotona princeps (subgenus Pika) [22]. The order
Lagomorpha is divided into the families Ochotonidae (pikas)
and Leporidae (rabbits and hares). Ochotonidae has a single
genus (Ochotona sp.), which is divided in three subgenera
(Conothoa, Ochotona and Pika) [26]. On the other hand,
Leporidae encompasses eleven genera [27,28], which includes
Oryctolagus, Lepus and Sylvilagus genera that diverged at 12
million years ago (mya) [29-33]. In spite of the studies
performed in the past few years, using fossil and molecular
data, the divergence time between these two families remains
vague. According to Matthee et al. [29], the leporid-ochotonid
split was around 31mya. McKenna and Bell [34] and Asher et
al. [35] suggested that the families’ separation occurred around
37 my ago. Three other authors [36-38] suggested 65 my as
the leporid-ochotonid divergence time. These different
molecular dating models of leporid-ochotonid separation were
used by Lanier and Olson [39] to infer a common ancestor for
pikas. However, the Ochotona genus taxonomy is still poorly
resolved [39-42]. Lanier and Olson [39] suggested radiation
time estimations for the Ochotona subgenera Pika (between 6
and 13 mya), Conothoa (between 7 and 16 mya) and Ochotona
(between 10 and 20 mya).
In this work we compared different lagomorphs, Oryctolagus,
Lepus, Sylvilagus and Ochotona TCTEX1D4. Our main goal
was to validate the observation that TCTEX1D4 PPP1 binding
motif is absent across Ochotona species and to evaluate the
evolution of this protein in the Lagomorphs. Also, different
mutants mimicking Pika PPP1 binding motif and surrounding
amino acids were produced and the binding efficiency was
determined by the overlay technique. These findings were
applied to understand the evolutionary mechanisms that are
behind these dramatic amino acid changes.
Materials and Methods
Samples and ethics statement
Ochotona samples were loaned by the Zoological Museum
of Moscow State University, Moscow, Russia, under the
supervision of the Lagomorph museum curator Andrey A
Lissovsky. Genomic DNA samples of Lepus americanus and
Sylvilagus floridanus were provided by the Department of
Microbiology and Immunology of Loyola University Chicago,
Illinois, USA. Lepus europaeus and Lepus granatensis tissue
samples were supplied by CIBIO, Vairão, Portugal and
Sylvilagus bachmani tissue samples were provided by the Blue
Oak Ranch Reserve of the University of California, California,
USA. It was not necessary to obtain approval from an ethics
committee for Lepus and Sylvilagus samples because these
samples were already described and used in previous
publications [30,31,43-45].
Analyses of TCTEX1D4 evolution
Twenty-one different mammal protein sequences from
TCTEX1D4 were collected from NCBI GenBank (http://
www.ncbi.nlm.nih.gov/) and from Ensembl (http://
www.ensembl.org/index.html/). Table S1 contains the
denominations, GenBank accession numbers and Ensembl
scaffolds for all the acquired sequences. Additionally, two other
TCTEX1D4 protein sequences from Ochotona species, three
sequences from Lepus species and two from Sylvilagus
species were sequenced in this study.
Tissue samples from Ochotona dauurica (Ocda) and
Ochotona pusilla (Ocpu), belonging to the subgenus Ochotona,
were used. Genomic DNA was extracted using the E.Z.N.A. ®
Tissue DNA Kit (Omega Bio-Tek, Norcross, Georgia, USA)
according to manufacturer’s instructions. A pair of primers was
designed according to the sequence for Ochotona princeps
(Ocpr) in Ensembl (forward 5’-
ATGGCTGGCAGGCCTCTGCC-3’ and reverse 5’-
CTCGCAGTAGAGCCCGTGGA-3’) generating a PCR
fragment of 657bp. A touchdown PCR was performed and the
thermal profile used was the following: initial denaturation
(95°C for 15min.); 5 cycles of denaturation (95°C for 30sec.),
annealing (66°C for 30sec., 1°C decrease/cycle) and extension
(72°C for 45sec.); 30 cycles of denaturation (95°C for 30sec.),
annealing (62°C for 30sec.) and extension (72°C for 45sec.);
and a final extension (72°C for 20min.). Sequencing was
performed on an ABI PRISM 310 Genetic Analyzer (Perkin-
Elmer, Applied Biosystems, Barcelona, Spain), where the ABI
Pika TCTEX1D4 Evolution Shows Positive Selection
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PRISM BigDye Terminator Cycle sequencing protocols were
followed.
Total RNA isolation and cDNA synthesis (guanidinium
thiocyanate-phenol-chloroform extraction) were performed in
tissues of Lepus europaeus (Leeu), Lepus granatensis (Legr)
and Sylvilagus bachmani (Syba). Genomic DNA samples of
Lepus americanus (Leam) and Sylvilagus floridanus (Syfl) were
also used. A set of primers was designed according to the
available sequence for Oryctolagus cuniculus (Orcu) existent in
Ensembl (forward 5’ TGCCAGGAGGAGGAGACTG 3’ and
reverse 5’ CACGCTGCACACCAGCTTG 3’) generating a PCR
fragment of approximately 500bp. The PCR thermal profile
used was the following: initial denaturation (95°C for 3min.); 40
cycles of denaturation (95°C for 45sec.), annealing (57°C for
1min.) and extension (72°C for 1min.); and a final extension
(72°C for 10min.).
The nucleotide sequences were translated and aligned using
ClustalW [46] and adjusted by visual examination (data not
shown). The sequences obtained in this work have been
deposited into NCBI GenBank under the accession numbers:
KF360247-253 (7 sequences). Maximum Likelihood
phylogenetic reconstruction was performed for the whole
TCTEX1D4 gene alignment and for the specific twelve amino
acid region (four upstream and four downstream of the motif
90RVSF93). As indicated by the Akaike information criterion
(AIC) implemented in jModelTest v0.1.1 [47], the nucleotide
substitution model TVM+G was used for the whole gene tree
estimation, while the TIM2+I+G model was selected as the
best-fit nucleotide substitution model for the twelve amino acid
region. For the Maximum Likelihood phylogenetic analyses we
used GARLI v2.0 (Genetic Algorithm for Rapid Likelihood
Inference) [48] applying 1,000,000 generations and 1,000
bootstrap searches. Maximum Likelihood trees were displayed
using FigTree v1.3.1 (http://tree.bio.ed.ac.uk/).
Signature of selection and sliding-window analysis
Under neutrality, the expected ratio of non-synonymous (dN)
to synonymous (dS) substitutions in a gene is one (Ka/Ks= dN/
dS=ω=1) and significant deviations from this value can be
interpreted as evidence of either positive selection (ω>>1) or
purifying/negative selection (ω<<1). To consider a specific
pattern of nucleotide substitution, synonymous and non-
synonymous substitution rates were estimated using the Nei-
Gojobori method [49] and ω was calculated. To determine the
nucleotide substitution rate variation among different nucleotide
regions we can plot the differences as averages by sliding a
window along a sequence alignment [50]. A 234 nucleotide
region (between nucleotides 151 and 384 of the codifying
sequence of Ochotona princeps) encompassing the
palindromic region (between nucleotides 250 and 285) was
selected and the alignment was performed using the software
package MEGA 4.1 [51]. The sliding-window analysis was
performed using DnaSP version 5.10 [52]. A window length of
9 nucleotides and a step size of 3 were chosen for this
analysis. The ratio of non-synonymous to synonymous
substitutions between Rabbit/Pika, Rabbit/Mouse and
Rabbit/Rat was then analyzed. Final plots were obtained using
SigmaPlot (SigmaPlot v.11, Systat Software, San Jose,
California, USA).
Site-direct mutagenesis
Mutagenic primers were designed according to the sequence
of human TCTEX1D4 (NCBI: NM_001013632.2) and used to
obtain the desired mutations (Table 1). Starting with pET-
TCTEX1D4 plasmid as template, and along with appropriate
mutagenic primers, the mutants HA+INL+WS, HA+WS, HA
+INL, INL+WS, HA, INL and WS were created using the
QuikChange® Site-Directed Mutagenesis Kit (Stratagene,
Agilent Technologies UK Ltd, Edinburgh, UK). PCR conditions
for site-directed mutagenesis were as followed: initial
denaturation (95°C for 1min.); 18 cycles of denaturation (95°C
for 30sec.), annealing (55°C for 1min.) and extension (68°C for
7min.), using KOD polymerase (Novagen, Madison, Wisconsin,
USA). DNA was then digested by DpnI restriction enzyme and
transformed into E. coli XL1-Blue strain (Stratagene Agilent
Technologies UK Ltd, Edinburgh, UK). Sequencing was
performed on an ABI PRISM 310 Genetic Analyzer (Perkin-
Elmer, Applied Biosystems, Barcelona, Spain), where the ABI
PRISM BigDye Terminator Cycle sequencing protocols were
followed. Positive clones were sequenced using universal T7
promoter and T7 terminator primers.
Protein expression and overlay assay
Each His-tagged mutant was transformed into E. coli Rosetta
strain (Novagen, Madison, Wisconsin, USA). A single colony
was selected and grown overnight at 37°C in the appropriate
media until an optical density of 0.6-0.7 was reached.
Expression was induced using 1M IPTG (isopropyl-β-D-thio-
galactopyranoside), at 37°C with shaking, for 3hrs. Culture
cells were recovered by centrifugation and treated as described
elsewhere [12]. Lysates were then mass normalized using a
BCA® assay (Fisher Scientific, Loures, Portugal) and 10μg of
each extract was loaded in a 12% SDS-PAGE gel. The
proteins were subsequently transferred to a nitrocellulose
membrane and then overlaid with 25pmol/mL of purified
PPP1C gamma 1 isoform (PPP1CC1) for 1hr. Membranes
were incubated with either mouse anti-His monoclonal (1:1000,
Novagen, Madison, Wisconsin, USA) or rabbit CBC3C (anti-
PPP1CC, 1:1000) antibodies, followed by the respective anti-
mouse and anti-rabbit infrared secondary antibodies (1:5000,
Li-Cor Biosciences UK Ltd, Cambridge, UK). Immunoreactive
bands were then developed in Odyssey infrared-imaging
system and quantified using Odyssey v1.2 software (Li-Cor
Biosciences UK Ltd, Cambridge, UK). The same procedure
was performed for pET-TCTEX1D4 (positive control) and pET
vector (negative control).
Statistical analysis
SigmaPlot statistical package (SigmaPlot v.11, Systat
Software, San Jose, California, USA) was used for statistical
analysis. Data were tested for normal distribution and
homogeneity of variances. Student’s t-test (p<0.05,
alpha=0.050) was used to detect the differences between each
mutation by comparison to the control, pET-TCTEX1D4.
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Results
Analyses of TCTEX1D4 evolution
When comparing the TCTEX1D4 PPP1 binding motif,
90RVSF93, in twenty-one mammalian species we observed that
it was present in all except in Ochotona princeps, for which an
extra glycosylation site (motif 90NLS92) appears. To confirm if
this was not an artifact of the database, Ochotona dauurica and
Ochotona pusilla TCTEX1D4 were sequenced. Additionally, for
five other lagomorph species (Lepus and Sylvilagus genera),
the TCTEX1D4 coding region was partially sequenced. These
sequences were compared with other mammalian sequences
and translated into amino acids (Figure 1). The nucleotide
substitution in Ochotona species generated amino acid
changes that confirmed the elimination of the consensus PPP1
binding motif, 90RVSF93, and the appearance of a glycosylation
site. Lepus and Sylvilagus genera maintained the canonical
PPP1 binding motif.
The alignment between the sequences acquired in this work
and the twenty-one sequences available in the databases for
the different mammals allowed the construction of a Maximum
Likelihood phylogenetic tree (Figure 2A). The topology
obtained was in accordance with the mammalian taxonomy
proposed and currently accepted [53], suggesting that
TCTEX1D4 has been evolving under neutral selection. A new
Maximum Likelihood tree (Figure 2B) was constructed using
only a twelve amino acid region, corresponding to four amino
acids upstream and four amino acids downstream of the motif
90RVSF93. This choice of amino acids was related with PPP1
binding motif being flanked by an unusual palindromic
sequence, 86PLGS89, according to Homo sapiens sequence. As
expected, the obtained tree revealed that the three Ochotona
species formed an independent cluster, highly supported by a
bootstrap value of 97 (Figure 2B).
Pikas TCTEX1D4 - positive selection of the palindromic
region
The non-synonymous to synonymous substitution ratio was
calculated for the previously referred twelve amino acids.
Comparing the ratios between all analyzed mammals, but
excluding the three Ochotona species, the presented values
were on average lower than 0.3, suggesting a strong purifying
selection. However, when comparing ratios between the three
Ochotona species and each of the mammalian sequences, on
average, the obtained value was 1.6, suggesting that for
Ochotona species this fragment lost the constrains on protein
mutations imposed by purifying selection or/and evolved under
Darwinian or positive selection. When focusing the analysis on
the Superorder Glires (Order Rodentia and Order
Lagomorpha), the main representatives of rodents (mouse and
rat) showed a ratio of zero, meaning that TCTEX1D4 was
under purifying selection for this group. When comparing
rodent`s nucleotide sequences, corresponding to the twelve
amino acids region, with the one from human, a total of ten
substitutions causing no amino acid changes was observed
(Figure 1). On the other hand, for the Ochotona species, a total
of twelve substitutions caused six amino acid alterations.
Furthermore, when comparing all species from the three
Leporidae genera, Lepus, Oryctolagus and Sylvilagus, with the
three Ochotona species, the ratio ranged between 1.7 and 7.0.
These observations were visually reinforced by the sliding-
window analysis of the TCTEX1D4 region, up- and
downstream of the palindrome (234 nucleotides, positions 151
to 384 according to Ochotona princeps). When comparing
Oryctolagus and Ochotona genera, the plot clearly shows a
peak of positive selection in the palindromic region (position
250 to 285, Figure 3A). However, comparing Oryctolagus with
rodents no peaks were observed in the palindromic region,
which indicate that this region is under purifying selection, as in
other mammals (Figure 3B & 3C).
TCTEX1D4 RVSF-palindrome studies
To further study the significance of the bioinformatic studies,
mutants based on the Ochotona princeps sequence
(83HALGSRINLSGWS95) corresponding to the human
TCTEX1D4 PPP1 binding motif and flanking regions
(85PPLGSRVSFSGLP97) were generated by site-directed
mutagenesis followed by bacterial expression of those mutants
Table 1. TCTEX1D4 mutant constructs.
Homo sapiens (Humans) Ochotona princeps (Pika)
85PPLGSRVSFSGLP97 83HALGSRINLSGWS95
Mutation Primer Name Sequence
85PP86 to 85HA86 HA-FW 5’-GGGCCCGGTGCACGCTCTGGGCTCAAG-3’
 HA-RV 5’-CTTGAGCCCAGAGCGTGCACCGGGCCC-3’
91VSF93 to 91INL93 INL-FW 5’-CTCTGGGCTCAAGGATCAACTTATCAGGGTTGCCCC-3’
 INL-RV 5’-GGGGCAACCCTGATAAGTTGATCCTTGAGCCCAGAG-3’
97LP98 to 97WS98 WS-FW 5’-GCTTCTCAGGGTGGTCCCTGGCGCCCG-3’
 WS-RV 5’-CGGGCGCCAGGGACCACCCTGAGAAGC-3’
97LP98 to 97WS98 L..WS-FW 5’-CAACTTATCAGGGTGGTCCCTGGCGCCCGCC-3’
 L..WS-RV 5’-GGCGGGCGCCAGGGACCACCCTGATAAGTTG-3’
Human and Pika PPP1 binding motif and surrounding sequences are shown on the top. Mutation sites are highlighted in bold and underlined. On the bottom,
oligonucleotides used for site direct mutagenesis are shown.
doi: 10.1371/journal.pone.0077236.t001
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and PPP1C binding screening by overlay (Figure 4A & 4B).
The band intensities indicate the amount of PPP1CC1 that is
bound to the bacterial expressed TCTEX1D4 recombinant
mutant proteins. Since all proteins were expressed with a N-
terminal His-tag, anti-His antibody was used to normalize the
amount of recombinant protein loaded in each lane.
Subsequently band intensities were compared to the pET-
TCTEX1D4 control. A Rosetta cell extract expressing pET
vector alone was used as negative control.
Results show that HA+INL+WS mutant has a binding profile
similar to the wild type human TCTEX1D4 since there was no
statistical difference in the binding capacity. The results of the
other mutations, single or double, also show no statistical
difference when comparing to the control, pET-TCTEX1D4
(Figure 4C).
Discussion
TCTEX1D4 has already been described as a new PPP1
interacting protein [22]. This new interaction was supported by
the yeast two-hybrid approach, co-immunoprecipitation and
overlay techniques. Previous results showed that the
TCTEX1D4 N-terminal domain, where the PPP1 binding motif
is present, is essential for the binding. Furthermore, in vitro
studies with TCTEX1D4 PPP1 binding mutants strengthens the
importance of the PPP1 binding motif to TCTEX1D4/PPP1C
interaction [22]. Indeed, the mutation of the motif RVSF to
AAAA decreases binding by 35% [22], which is surprising since
the mutation of the PPP1 binding motif either to AAxA [54],
RAxA [8,55] or to RVxA [56] usually abrogates PPP1 complex
interaction. Nevertheless, some cases exist where interaction
still occurs but to a lesser extent [57-60]. Also, there are some
interacting proteins that still bind PPP1C in the presence of an
excess of a synthetic RVxF peptide [59] that usually disrupts
Figure 1.  Amino acid and nucleotide sequences, corresponding to the 12 amino acids region for the 28 mammals used in
this study.  Bolded underlined region in the human sequence: RVSF motif; Underlined region: novel glycosylation site in Ochotona
species; Bolded region: non-synonymous substitutions; Italic bolded region: nucleotide sequence corresponding to the novel
glycosylation site in Ochotona species. The sequences are numbered according to human TCTEX1D4 sequence.
doi: 10.1371/journal.pone.0077236.g001
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Figure 2.  Phylogenetic reconstruction of mammalian TCTEX1D4.  A) Maximum Likelihood tree corresponding to the whole
coding region of TCTEX1D4 of the 28 mammalian species, and B) using only the 12-amino acid region, four upstream and four
downstream of the motif 90RVSF93. The analyses were performed with 1,000,000 generations and 1,000 bootstrap searches.
Midpoint rooting was applied to both trees and bootstrap values > 50 are indicated on the branches.
doi: 10.1371/journal.pone.0077236.g002
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the PPP1 complex [12,61]. Other motifs besides RVxF present
in these proteins and also important for the binding may at
least partly explain these observations. The sequence
surrounding TCTEX1D4 RVSF motif is unusual in that it
contains a palindrome – PLGSRVSFSGLP. The PPP1 binding
motif binds to PPP1 in a hydrophobic pocket [62]. This
palindrome may form a structured arm forcing the RVSF motif,
even when it is mutated into AAAA, to enter the PPP1 pocket,
since the palindrome contains rigid prolines. Perhaps, if the
RVSF is completely removed and the arm destroyed,
TCTEX1D4 will no longer bind PPP1C.
When the twelve amino acids Maximum Likelihood tree was
constructed, the three Ochotona species formed an
independent cluster completely apart from all the other
mammals. This observation shows that this fragment is unique
for Pika, being the palindrome and the RVSF motif highly
conserved among mammals but completely lost in Pika
sequences (Figure 2 and Figure 1). This could be explained by
two different hypotheses: the new motif present in the
Ochotona species resulted from gene conversion with adjacent
genes or a pattern of nucleotide substitution in this specific
motif happened. Gene conversion has been reported in other
mammalian genes. For example, in leporids a gene conversion
event was observed between the two chromosomally adjacent
genes CCR2 and CCR5, where the sequence motif
194QTLKMT199 of the CCR5 protein was replaced by the
HTIMRN motif, which is characteristic of CCR2 [43,63]. In the
present study, none of the genes chromosomally adjacent
showed a clear evidence of gene conversion with TCTEX1D4,
being this event an unlikely hypothesis. Furthermore, no
significant BLAST was obtained when this fragment was
compared with mammalian NCBI database.
The dN/dS ratios for the twelve amino acids region between
the three Ochotona species and each of the mammalian
sequences, is on average 1.6. When restricting the comparison
to the three Leporidae genera, the ratio is further increased, for
values that varied between 1.7 and 7.0. Furthermore,
comparing the rodents’ nucleotide sequences corresponding to
the twelve amino acids region with the one from human, a total
of ten substitutions caused no amino acid changes, while for
the Ochotona species, a total of twelve substitutions caused six
amino acid alterations (Figure 1). These results were visually
reinforced by the sliding-window analysis that clearly showed
the palindromic region under positive selection in Pika when
compared with the rest of the mammals (Figure 3). The
obtained dN/dS ratio, clearly higher than 1, and the fact that
amino acid alterations created a new putative glycosylation
site, highly support the hypothesis that for Ochotona sp. this
sequence fragment has been evolving under positive selection.
The occurrence of this nucleotide pattern in the three Ochotona
species studied in this work and its absence in the other
lagomorphs, suggests that this evolutionary event happened
before the radiation of the Ochotona genus (between 6 and 20
mya) [39] and after the split of Ochotonidae and Leporidae
families (between 31 and 65 mya) [36-38].
The creation of a novel putative N-glycosylation site (90NLS92)
[64,65] in the three Ochotona species by positive selection
suggests a physiologically important function. The likelihood of
Pikas` TCTEX1D4 being glycosylated is increased by the fact
that this motif is located more than sixty amino acids upstream
of the C-terminal [66]. The remaining unsolved question is the
acquired function of TCTEX1D4 in Ochotona species. This new
putative glycosylation site may increase the half-life of the
protein, which in turn will stay longer in the membrane attached
to endoglin [15] being a stronger inhibitor of TGFβ in Ochotona
sp. than in other mammals.
Furthermore, TCTEX1D4 in Ochotona sp. lost the PPP1
binding motif and the palindromic sequence, PLGS, probably
important for the binding of TCTEX1D4 to PPP1. Thus, it would
be expected that it would no longer bind to PPP1 directly.
Figure 3.  Sliding-window analysis of TCTEX1D4 palindromic region.  Sliding-window analysis was performed using the DnaSP
program. The non-synonymous to synonymous substitution ratio (Ka/Ks) was plotted for A) Oryctolagus/Ochotona, B)
Oryctolagus/Mus and C) Oryctolagus/Rattus. Grey shaded region in the middle of the sliding windows represents the 12 amino
acids palindromic region (between nucleotides 250 and 285).
doi: 10.1371/journal.pone.0077236.g003
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Evolutionarily, it is not clear what happened first, if the loss of
the palindrome with subsequent mutation of the PPP1 binding
motif to a glycosylation site or the acquisition of a glycosylation
site by positive selection followed by loss of the palindrome.
These evolutionary analyses suggest that an alternative
mechanism may exist in Ochotona for TCTEX1D4 binding to
PPP1. Thus, we employed an overlay screening with different
binding mutants to test this hypothesis. Results show that Pika
TCTEX1D4 aberrant RVxF motif and respective non-
palindromic surrounding region, 83HALGSRINLSGWS95, sustain
the binding of the TCTEX1D4 mutant to PPP1CC, at the same
levels of the wild type human TCTEX1D4 (Figure 4). Moreover,
in single and double mutants, the binding capacity was also
maintained, which clearly shows that although substantial
differences were found in Pikas RVxF and surrounding regions,
these do not contribute to the disruption of the binding. Earlier
results have shown that a mutation of the RVSF motif to AAAA
only decreases the overall binding efficiency in 35% [22].
Furthermore, we have also shown that important regions for
this binding are concentrated in the N-terminal, where the
RVxF is also present. This means that, either the RVxF motif is
not the only point of contact, or the RVxF surrounding region is
also important for this binding. Here, using Pika aberrant motif
we clearly show that the second hypothesis does not explain
why the binding is not abolished when we mutate the RVxF
motif.
PPP1 binding motif RVxF motif is usually surrounded by
basic residues (arginine, lysine and histidine) in the N-terminal
and by acidic residues (aspartate and glutamate) in the C-
terminal [8,25]. Analysis of 143 RVxF motifs in known and
novel PPP1 interacting proteins revealed that five to six of
these flanking basic and acidic residues are relatively common
among PPP1 interacting proteins [3]. Human TCTEX1D4
RVSF motif is a strong motif according to this analysis but the
palindromic region that surrounds it does not follow this pattern,
since no basic or acidic amino acids are present. Even so, all
the flanking residues are present at some extent in other PPP1
interacting proteins. By comparing the above results with ours,
the PP to HA mutation would not lead to any difference
because some PPP1 interacting proteins also have these
Figure 4.  TCTEX1D4 PPP1 binding motif mutants and PPP1C binding analysis.  A) Bacterial cell cultures expressing each
construct were loaded in a SDS-PAGE gel (10μg). Membranes were then overlaid with purified PPP1CC and detected using
CBC3C antibody. Total amount of recombinant protein was accessed using an anti-His antibody. B) Alignment of Human and Pika
TCTEX1D4 PPP1 binding motif and surrounding palindromic sequences. Mutations are underlined. C) Subsequent analysis of band
intensities versus total amount of recombinant protein was performed and the results plotted in a graph by comparison with the pET-
TCTEX1D4 control. A Rosetta cell extract expressing pET vector alone was used as negative control. Error bars represent the
standard error of the mean of triplicates. WB, Western blot.
doi: 10.1371/journal.pone.0077236.g004
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amino acids in these positions (P 11%, P 4% comparing to H
4%, A 10%). Regarding the VSF to INL mutation (V 94%, S
21%, F 83% comparing to I 6%, N 5% and L 0%) we can infer
that the binding would be potentially abrogated, but our results
show that it is maintained. Finally, relatively to the LP to WS
mutation (L 3%, P 7% comparing to W 0%, S 7%) our results
show that this mutation does not alter the binding. Taken
together, our results show that the palindromic sequence,
evolutionarily conserved, appears to be irrelevant for the
binding, since the HA and WS mutations resulted in the same
binding capacity, and that the unique RVxF motif, RINL, seems
to sustain the binding. The results show undoubtedly that even
with the motif and flanking regions evolving under positive
selection, both regions seem to still sustain the binding
capacity. The hypothesis of another N-terminal region
important for the binding arises and might suggest that the
RVxF motif is just a point of contact that helps to stabilize the
complex.
In conclusion, TCTEX1D4 evolutionary analysis revealed
that in Pika the PPP1 binding motif was lost and replaced by a
new putative glycosylation site. Additionally, we also observed,
in Ochotona, the loss of a highly conserved palindrome present
among mammals. The presence of the HA, INL and WS
substitutions in Ochotona, does not alter the binding capacity.
The combination of these factors in Pika species makes these
a perfect model to study the biology of PPP1/TCTEX1D4
complex and can be expanded to understand PPP1
complexes, increasing the number of interacting proteins
previously expected to exist based on the consensus RVxF
motif.
Supporting Information
Table S1.  List of mammalian species used in this study in
which the coding sequence of TCTEX1D4 was retrieved
from NCBI or ENSEMBL.
(DOCX)
Acknowledgements
We would like to thank Jeff Wilcox and Dr. Michael Hamilton
from Blue Oak Ranch Reserve, University of California,
California, USA, for providing Sylvilagus bachmani tissue
samples. Also, we would like to thank Dr. Dennis Lanning from
the Department of Microbiology and Immunology of Loyola
University Chicago, Illinois, USA, for supplying Lepus
americanus and Sylvilagus floridanus genomic DNA samples.
Edgar F. da Cruz e Silva deceased on 2nd of March, 2010.
Author Contributions
Conceived and designed the experiments: LKG EFCS MF.
Performed the experiments: LKG AML SLCE. Analyzed the
data: LKG ALM PJE. Contributed reagents/materials/analysis
tools: AAL OABCS PJE MF. Wrote the manuscript: LKG AM
PJE MF. Conceived and designed the bioinformatic studies:
LKG ALM PJE Performed the bioinformatic studies: LKG SA
ALM PJE.
References
1. Cohen PT (2002) Protein phosphatase 1--targeted in many directions. J
Cell Sci 115: 241-256. PubMed: 11839776.
2. Virshup DM, Shenolikar S (2009) From promiscuity to precision: protein
phosphatases get a makeover. Mol Cell 33: 537-545. doi:10.1016/
j.molcel.2009.02.015. PubMed: 19285938.
3. Hendrickx A, Beullens M, Ceulemans H, Den Abt T, Van Eynde A et al.
(2009) Docking Motif-Guided Mapping of the Interactome of Protein
Phosphatase-1. Chem Biol 16: 365-371. doi:10.1016/j.chembiol.
2009.02.012. PubMed: 19389623.
4. Fardilha M, Esteves SLC, Korrodi-Gregorio L, Silva OABdCe, Silva
EFdCe (2010) The Physiological Relevance of Protein Phosphatase 1
and its Interacting Proteins to Health and Disease. Current Medicinal
Chemistry 17
5. Egloff MP, Johnson DF, Moorhead G, Cohen PT, Cohen P et al. (1997)
Structural basis for the recognition of regulatory subunits by the
catalytic subunit of protein phosphatase 1. EMBO J 16: 1876-1887. doi:
10.1093/emboj/16.8.1876. PubMed: 9155014.
6. Hurley TD, Yang J, Zhang L, Goodwin KD, Zou Q et al. (2007)
Structural basis for regulation of protein phosphatase 1 by inhibitor-2. J
Biol Chem 282: 28874-28883. doi:10.1074/jbc.M703472200. PubMed:
17636256.
7. Terrak M, Kerff F, Langsetmo K, Tao T, Dominguez R (2004) Structural
basis of protein phosphatase 1 regulation. Nature 429: 780-784. doi:
10.1038/nature02582. PubMed: 15164081.
8. Wakula P, Beullens M, Ceulemans H, Stalmans W, Bollen M (2003)
Degeneracy and Function of the Ubiquitous RVXF Motif That Mediates
Binding to Protein Phosphatase-1. J Biol Chem 278: 18817-18823. doi:
10.1074/jbc.M300175200. PubMed: 12657641.
9. Bollen M, Peti W, Ragusa MJ, Beullens M (2010) The extended PP1
toolkit: designed to create specificity. Trends Biochem Sci 35: 450-458.
doi:10.1016/j.tibs.2010.03.002. PubMed: 20399103.
10. Fardilha M (2004) Characterization of PP1 Interactome from human
testis. Universidade de Aveiro.
11. Fardilha M, Wu W, Sá R, Fidalgo S, Sousa C et al. (2004) Alternatively
spliced protein variants as potential therapeutic targets for male
infertility and contraception. Ann N Y Acad Sci 1030: 468-478. doi:
10.1196/annals.1329.059. PubMed: 15659832.
12. Browne GJ, Fardilha M, Oxenham SK, Wu W, Helps NR et al. (2007)
SARP, a new alternatively spliced protein phosphatase 1 and DNA
interacting protein. Biochem J 402: 187-196. doi:10.1042/BJ20060600.
PubMed: 17123353.
13. Wu W, Baxter JE, Wattam SL, Hayward DG, Fardilha M et al. (2007)
Alternative splicing controls nuclear translocation of the cell cycle-
regulated Nek2 kinase. J Biol Chem 282: 26431-26440. doi:10.1074/
jbc.M704969200. PubMed: 17626005.
14. Fardilha M, Esteves SLC, Korrodi-Gregório L, Vintém AP, Domingues
SC et al. (2011) Identification of the human testis protein phosphatase
1 interactome. Biochem Pharmacol 82: 1403-1415. doi:10.1016/j.bcp.
2011.02.018. PubMed: 21382349.
15. Meng Q, Lux A, Holloschi A, Li J, Hughes JM et al. (2006) Identification
of Tctex2beta, a novel dynein light chain family member that interacts
with different transforming growth factor-beta receptors. J Biol Chem
281: 37069-37080. doi:10.1074/jbc.M608614200. PubMed: 16982625.
16. Vallee RB, Williams JC, Varma D, Barnhart LE (2004) Dynein: An
ancient motor protein involved in multiple modes of transport. J
Neurobiol 58: 189-200. doi:10.1002/neu.10314. PubMed: 14704951.
17. Tai AW, Chuang JZ, Bode C, Wolfrum U, Sung CH (1999) Rhodopsin's
carboxy-terminal cytoplasmic tail acts as a membrane receptor for
cytoplasmic dynein by binding to the dynein light chain Tctex-1. Cell 97:
877-887. doi:10.1016/S0092-8674(00)80800-4. PubMed: 10399916.
18. Lo KW, Kogoy JM, Pfister KK (2007) The DYNLT3 light chain directly
links cytoplasmic dynein to a spindle checkpoint protein, Bub3. J Biol
Chem 282: 11205-11212. doi:10.1074/jbc.M611279200. PubMed:
17289665.
19. Benashski SE, Harrison A, Patel-King RS, King SM (1997) Dimerization
of the highly conserved light chain shared by dynein and myosin V. J
Pika TCTEX1D4 Evolution Shows Positive Selection
PLOS ONE | www.plosone.org 9 October 2013 | Volume 8 | Issue 10 | e77236
Biol Chem 272: 20929-20935. doi:10.1074/jbc.272.33.20929. PubMed:
9252421.
20. DiBella LM, Gorbatyuk O, Sakato M, Wakabayashi K, Patel-King RS et
al. (2005) Differential light chain assembly influences outer arm dynein
motor function. Mol Cell Biol 16: 5661-5674. doi:10.1091/
mbc.E05-08-0732. PubMed: 16195342.
21. Marques F, Sousa JC, Coppola G, Geschwind DH, Sousa N et al.
(2009) The choroid plexus response to a repeated peripheral
inflammatory stimulus. BMC Neurosci 10: 135. doi:
10.1186/1471-2202-10-135. PubMed: 19922669.
22. Korrodi-Gregório L, Vieira SI, Esteves SL, Silva JV, Freitas MJ et al.
(2013) TCTEX1D4, a novel protein phosphatase 1 interactor:
connecting the phosphatase to the microtubule network. Biology Open.
23. da Cruz e Silva EF, Fox CA, Ouimet CC, Gustafson E, Watson SJ et al.
(1995) Differential expression of protein phosphatase 1 isoforms in
mammalian brain. J Neurosci 15: 3375-3389. PubMed: 7751917.
24. Ceulemans H, Bollen M (2004) Functional diversity of protein
phosphatase-1, a cellular economizer and reset button. Physiol Rev 84:
1-39. doi:10.1152/physrev.00013.2003. PubMed: 14715909.
25. Meiselbach H, Sticht H, Enz R (2006) Structural Analysis of the Protein
Phosphatase 1 Docking Motif: Molecular Description of Binding
Specificities Identifies Interacting Proteins. Chemamp Biol 13: 49-59.
doi:10.1016/j.chembiol.2005.10.009. PubMed: 16426971.
26. Hoffmann RS, Smith AT (2005) Order Lagomorpha. In: DE WilsonDM
Reeder. Mammal Species of the World: a taxonomic and geographic
reference. 3rd ed. Baltimore, Maryland: The Johns Hopkins University
Press. pp. 185-201.
27. Dawson M (1981) Evolution of modern leporids. In: K MyersC
MacInnes. Proceedings of the world Lagomorph Conference: Ontario.
University of Guelph Press.
28. Corbet G (1983) A review of classification in the family Leporidae. Acta
Zool Fenn: 1-15.
29. Matthee CA, van Vuuren BJ, Bell D, Robinson TJ (2004) A molecular
supermatrix of the rabbits and hares (Leporidae) allows for the
identification of five intercontinental exchanges during the Miocene.
Syst Biol 53: 433-447. doi:10.1080/10635150490445715. PubMed:
15503672.
30. Esteves PJ, Lanning D, Ferrand N, Knight KL, Zhai SK et al. (2005)
The evolution of the immunoglobulin heavy chain variable region (IgVH)
in Leporids: an unusual case of transspecies polymorphism.
Immunogenetics 57: 874-882. doi:10.1007/s00251-005-0022-0.
PubMed: 16247606.
31. van der Loo W, Abrantes J, Esteves PJ (2009) Sharing of endogenous
lentiviral gene fragments among leporid lineages separated for more
than 12 million years. J Virol 83: 2386-2388. doi:10.1128/JVI.01116-08.
PubMed: 19109386.
32. Pinheiro A, de Mera IG, Alves PC, Gortázar C, de la Fuente J et al.
(2013) Sequencing of modern Lepus VDJ genes shows that the usage
of VHn genes has been retained in both Oryctolagus and Lepus that
diverged 12 million years ago. Immunogenetics. PubMed: 23974323
33. Pinheiro A, Lanning D, Alves PC, Mage RG, Knight KL et al. (2011)
Molecular bases of genetic diversity and evolution of the
immunoglobulin heavy chain variable region (IGHV) gene locus in
leporids. Immunogenetics 63: 397-408. doi:10.1007/
s00251-011-0533-9. PubMed: 21594770.
34. Mckenna MC, Bell SK (1997) Classification of mammals above the
species level. New York: Columbia University Press.
35. Asher RJ, Meng J, Wible JR, McKenna MC, Rougier GW et al. (2005)
Stem Lagomorpha and the antiquity of Glires. Science 307: 1091-1094.
doi:10.1126/science.1107808. PubMed: 15718468.
36. Springer MS, Murphy WJ, Eizirik E, O'Brien SJ (2003) Placental
mammal diversification and the Cretaceous-Tertiary boundary. Proc
Natl Acad Sci U S A 100: 1056-1061. doi:10.1073/pnas.0334222100.
PubMed: 12552136.
37. Bininda-Emonds OR, Cardillo M, Jones KE, MacPhee RD, Beck RM et
al. (2007) The delayed rise of present-day mammals. Nature 446:
507-512. doi:10.1038/nature05634. PubMed: 17392779.
38. Rose KD, DeLeon VB, Missiaen P, Rana RS, Sahni A et al. (2008)
Early Eocene lagomorph (Mammalia) from Western India and the early
diversification of Lagomorpha. Proc Biol Sci 275: 1203-1208. doi:
10.1098/rspb.2007.1661. PubMed: 18285282.
39. Lanier HC, Olson LE (2009) Inferring divergence times within pikas
(Ochotona spp.) using mtDNA and relaxed molecular dating
techniques. Mol Phylogenet Evol 53: 1-12. doi:10.1016/j.ympev.
2009.05.035. PubMed: 19501176.
40. Yu N, Zheng C, Zhang YP, Li WH (2000) Molecular systematics of
pikas (genus Ochotona) inferred from mitochondrial DNA sequences.
Mol Phylogenet Evol 16: 85-95. doi:10.1006/mpev.2000.0776. PubMed:
10877942.
41. Niu Y, Wei F, Li M, Liu X, Feng Z (2004) Phylogeny of pikas
(Lagomorpha, Ochotona) inferred from mitochondrial cytochrome b
sequences. Folia Zool 53: 141-156.
42. Lissovsky AA, Ivanova NV, Borisenko AV (2007) Molecular
Phylogenetics and Taxonomy of the =Subgenus pika (Ochotona,
Lagomorpha). J Mammal 88: 1195-1204. doi:10.1644/06-MAMM-
A-363R.1.
43. Carmo CR, Esteves PJ, Ferrand N, van der Loo W (2006) Genetic
variation at chemokine receptor CCR5 in leporids: alteration at the 2nd
extracellular domain by gene conversion with CCR2 in Oryctolagus, but
not in Sylvilagus and Lepus species. Immunogenetics 58: 494-501. doi:
10.1007/s00251-006-0095-4. PubMed: 16596402.
44. de Matos AL, van der Loo W, Areal H, Lanning DK, Esteves PJ (2011)
Study of Sylvilagus rabbit TRIM5alpha species-specific domain: how
ancient endoviruses could have shaped the antiviral repertoire in
Lagomorpha. BMC Evol Biol 11: 294. doi:10.1186/1471-2148-11-294.
PubMed: 21982459.
45. van der Loo W, Afonso S, de Matos AL, Abrantes J, Esteves PJ (2012)
Pseudogenization of the MCP-2/CCL8 chemokine gene in European
rabbit (genus Oryctolagus), but not in species of Cottontail rabbit
(Sylvilagus) and Hare (Lepus). BMC Genet 13: 72. doi:
10.1186/1471-2156-13-72. PubMed: 22894773.
46. Thompson JD, Higgins DG, Gibson TJ (1994) CLUSTAL W: improving
the sensitivity of progressive multiple sequence alignment through
sequence weighting, position-specific gap penalties and weight matrix
choice. Nucleic Acids Res 22: 4673-4680. doi:10.1093/nar/22.22.4673.
PubMed: 7984417.
47. Posada D (2008) jModelTest: phylogenetic model averaging. Mol Biol
Evol 25: 1253-1256. doi:10.1093/molbev/msn083. PubMed: 18397919.
48. Zwickl DJ (2006) Genetic Algorithm Approaches for the Phylogenetic
Analysis of Large Biological Sequence Datasets under the Maximum
Likelihood Criterion. PhD thesis, Univ Texas Austin
49. Nei M, Gojobori T (1986) Simple methods for estimating the numbers of
synonymous and nonsynonymous nucleotide substitutions. Mol Biol
Evol 3: 418-426. PubMed: 3444411.
50. Tajima F (1991) Determination of window size for analyzing DNA
sequences. J Mol Evol 33: 470-473. doi:10.1007/BF02103140.
PubMed: 1960744.
51. Tamura K, Dudley J, Nei M, Kumar S (2007) MEGA4: Molecular
Evolutionary Genetics Analysis (MEGA) software version 4.0. Mol Biol
Evol 24: 1596-1599. doi:10.1093/molbev/msm092. PubMed: 17488738.
52. Librado P, Rozas J (2009) DnaSP v5: a software for comprehensive
analysis of DNA polymorphism data. Bioinformatics 25: 1451-1452. doi:
10.1093/bioinformatics/btp187. PubMed: 19346325.
53. Springer MS, Burk-Herrick A, Meredith R, Eizirik E, Teeling E et al.
(2007) The adequacy of morphology for reconstructing the early history
of placental mammals. Syst Biol 56: 673-684. doi:
10.1080/10635150701491149. PubMed: 17661234.
54. Liu D, Vleugel M, Backer CB, Hori T, Fukagawa T et al. (2010)
Regulated targeting of protein phosphatase 1 to the outer kinetochore
by KNL1 opposes Aurora B kinase. J Cell Biol 188: 809-820. doi:
10.1083/jcb.201001006. PubMed: 20231380.
55. Novoyatleva T, Heinrich B, Tang Y, Benderska N, Butchbach MER et
al. (2008) Protein phosphatase 1 binds to the RNA recognition motif of
several splicing factors and regulates alternative pre-mRNA
processing. Hum Mol Genet 17: 52-70. PubMed: 17913700.
56. Takemiya A, Ariyoshi C, Shimazaki Ki (2009) Identification and
Functional Characterization of Inhibitor-3, a Regulatory Subunit of
Protein Phosphatase 1 in Plants. Plant Physiol 150: 144-156. doi:
10.1104/pp.109.135335. PubMed: 19329567.
57. Chang JS, Henry K, Wolf BL, Geli M, Lemmon SK (2002) Protein
Phosphatase-1 Binding to Scd5p Is Important for Regulation of Actin
Organization and Endocytosis in Yeast. J Biol Chem 277:
48002-48008. doi:10.1074/jbc.M208471200. PubMed: 12356757.
58. Traweger A, Wiggin G, Taylor L, Tate SA, Metalnikov P et al. (2008)
Protein phosphatase 1 regulates the phosphorylation state of the
polarity scaffold Par-3 Proceedings of the National Academy of
Sciences 105: 10402-10407.
59. Bollen M (2001) Combinatorial control of protein phosphatase-1.
Trends Biochem Sci 26: 426-431. doi:10.1016/
S0968-0004(01)01836-9. PubMed: 11440854.
60. Wakula P, Beullens M, van Eynde A, Ceulemans H, Stalmans W et al.
(2006) The translation initiation factor eIF2beta is an interactor of
protein phosphatase-1. Biochem J 400: 377-383. doi:10.1042/
BJ20060758. PubMed: 16987104.
61. Cohen PT, Browne GJ, Delibegovic M, Munro S (2003) Assay of
protein phosphatase 1 complexes. Methods Enzymol 366: 135-144.
PubMed: 14674246.
Pika TCTEX1D4 Evolution Shows Positive Selection
PLOS ONE | www.plosone.org 10 October 2013 | Volume 8 | Issue 10 | e77236
62. Gibbons JA, Weiser DC, Shenolikar S (2005) Importance of a surface
hydrophobic pocket on protein phosphatase-1 catalytic subunit in
recognizing cellular regulators. J Biol Chem 280: 15903-15911. doi:
10.1074/jbc.M500871200. PubMed: 15703180.
63. Abrantes J, Carmo C, Matthee C, Yamada F, van der Loo W et al.
(2009) A shared unusual genetic change at the chemokine receptor
type 5 between Oryctolagus, Bunolagus and Pentalagus. Conserv
Genet: 1-6.
64. Spiro RG (2002) Protein glycosylation: nature, distribution, enzymatic
formation, and disease implications of glycopeptide bonds.
Glycobiology 12: 43R-56R. doi:10.1093/glycob/12.4.43R. PubMed:
12042244.
65. Vagin O, Kraut JA, Sachs G (2009) Role of N-glycosylation in trafficking
of apical membrane proteins in epithelia. Am J Physiol Renal Physiol
296: F459-F469. PubMed: 18971212.
66. Nilsson I, von Heijne G (2000) Glycosylation efficiency of Asn-Xaa-Thr
sequons depends both on the distance from the C terminus and on the
presence of a downstream transmembrane segment. J Biol Chem 275:
17338-17343. doi:10.1074/jbc.M002317200. PubMed: 10748070.
Pika TCTEX1D4 Evolution Shows Positive Selection
PLOS ONE | www.plosone.org 11 October 2013 | Volume 8 | Issue 10 | e77236
